. No correlation between expression levels of enhancers and control regions. The gene upstream regions are the intergenic region upstream of the gene start site with the same length as its paired eRNA. The random intergenic regions are intergenic regions that do not overlap with the 3k region around the enhancer locus, and they are of the same length and chromosome as the paired eRNA. 3.54 * EneRNA in Placenta and Enno-eRNA for SmIntestine target more than 3000 genes, which could not be input into DAVID. We randomly selected 3000 genes for 10 times, and determined the functional annotation clusters for each repetition. Only the cluster with an average score ≥ 3 over the 10 repetitions were considered. The GO terms within each cluster needs to be enriched in all 10
repetitions.
Unique functional annotation terms between En-eRNA and En-no-eRNA in BrainE14. 3.611561 negative regulation of transcription, DNA-dependent negative regulation of RNA metabolic process negative regulation of transcription negative regulation of nucleobase, nucleoside, nucleotide and nucleic acid metabolic process negative regulation of transcription from RNA polymerase II promoter negative regulation of cellular biosynthetic process negative regulation of macromolecule biosynthetic process negative regulation of nitrogen compound metabolic process negative regulation of biosynthetic process negative regulation of gene expression negative regulation of macromolecule metabolic process Annotation Cluster 3.611396 coenzyme metabolic process cofactor metabolic process coenzyme biosynthetic process cofactor biosynthetic process Annotation Cluster 3.049875 monosaccharide metabolic process hexose metabolic process glucose metabolic process 
